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humanVRl gene with translation of open reading frame 

Input file Fchrb87a6 .seq; Output File Fchrb87a6 . tra 
Sequence length 3 909 

GTGA<XX3GAACGCACTGCG^ 

CGCACTGOSGGCAGTGAGCGC^CXSCACTC 

GCAGTGAGCGCAACGCACTTGCGGGCAGTGAGC^ 

GCAACGCACTGCGGGCAGTGAGCGCAACGCACTGCGGGCAGTGAGCGC^ 
GCGGGCAGTGAGCGCAACGC7VCreCX?GGC^ 

AGCGCAACGCACTGCGGGCAGTGAGCGCAACGCACTTAATGTGAGT^ 

TTTATGCTTCCGGCTCGTATGTTGTGTGGAATTGTGAGC 

ACGCCAAGCTCTAATACGACTCACrrATAGGGAAA 

ACGCGTCCGAAAAC^CACCTCrrcrroCTGT^ 

GTGCTCTGGGGAGAATTCX3TAGATCATCCTCAGAA 

CCAGAAAAGCTGTCCACAGTAGTCCCCCCTTATCCACGGGTGTCACTTT 

GGTCTGCCAATATTAAATGGAAAATTCTTCAAACAGTTCCCAAGTTTT 

AGAGTCTCTGCCGTGCCATCTGGGATGCAAACCGTCCCTGTGTC 

AGTCACrTTAGTCGTCAGATCGCCCGTCX^TGGTATCAC^ 

MKKWSSTDLGTAADPIiQK 18 
GCAAGG ATG AAG AAA TGG AGC AGC ACA GAC TTG GGG ACA GCT GCG GAC CCA CTC CAA AAG 54 
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FIGURE 1 A- 



KSKKHLTDNEF 
AAG AGC AAG AAG CAC CTC ACA GAC AAC GAG TTC 



LLKAML NLHDG 
CTG CTG AAA GCC ATG CTC AAC CTG CAC GAC GGA 

EIARQTDSLKE 
GAG ATC GCG CGG CAA ACG GAC AGC CTG AAG GAG 

YYKGQTALHIA 
TAC TAC AAG GGC CAG ACA GCA CTG CAC ATC GCC 

TLLVENGADVQ 
ACC CTC CTG GTG GAG AAC GGA GCA GAC GTC CAG 

KTKGRPGFYFG 
AAA ACC AAA GGG CGG CCT GGA TTC TAC TTC GGT 

TNQLGIVKFLL 
ACC AAC CAG CTG GGC ATC GTG AAG TTC CTG CTG 

SARDSVGNTVL 
AGC GCC AGG GAC TCG GTG GGC AAC ACG GTG CTG 

TADNTKFVTSM 
ACG GCC GAC AAC ACG AAG TTT GTG ACG AGC ATG 

KLHPTLKLE EL 
AAA CTG CAC CCG ACG CTG AAG CTG GAG GAG CTC 

ALAAGTGKIGV 
GCT CTG GCA GCT GGG ACC GGG AAG ATC GGG GTC 

QE PECRHLSRK 
CAG GAG CCC GAG TGC AGG CAC CTG TCC AGG AAG 

HSSLYDLSCID 
CAC TCC TCG CTG TAC GAC CTG TCC TGC ATC GAC 

VIAY8SSETPN 
GTG ATC GCC TAC AGC AGC AGC GAG ACC CCT AAT 

LNRLLQDKWDR 
CTG AAC GGA CTC CTG CAG GAC AAG TGG GAC AGA 

FLVYCLYMIIF 
TTC CTG GTC- TAC TGC CTG TAC ATG ATC ATC TTC 

DGLPPFKMEKI 
GAT GGC TTG CCT CCC TTT AAG ATG GAA AAA ATT 

ILSV LGGVYFF 
ATC CTG TCT GTG TTA GGA GGA GTC TAC TTC TTT 



K D P E T G K'-'T C 158 
AAA GAC CCT GAG ACA GGG AAG ACC TGT 474 



QNTTIPLLL 178 

CAG AAC ACC ACC ATC CCC CTG CTC CTG 534 

LVNASYTDS 198 

CTT GTC AAC GCC AGC TAC ACG GAC AGC 5 94 

IERRNMALV 218 

ATC GAG AGA CGC AAC ATG GCC CTG GTG €54 

AAAHGDFFK 238 

GCT GCG GCC CAT GGG GAC TTC TTT AAG 714 

ELPLSLAAC 258 

GAA CTG CCC CTG TCC CTG GCC GCG TGC 774 

Q N S W Q T A D I 278 

CAG AAC TCC TGG CAG ACG GCC GAC ATC 834 

HALVEVADN 298 

CAC GCC CTG GTG GAG GTG GCC GAC AAC 894 

YNE I L M L G A 318 

TAC AAT GAG ATT CTG ATG CTG GGG GCC .954 

TN KKGMTPL 338 

ACC AAC AAG AAG GGA ATG ACG CCG CTG 1014 

LAYILQREI 358 

TTG GCC TAT ATT CTC CAG CGG GAG ATC 1074 

FT EWAYGPV 378 

TTC ACC GAG TGG GCC TAC GGG CCC GTG 1134 

TCEKNSVLE 398 

ACC TGC GAG AAG AAC TCG GTG CTG GAG 1194 

RHDMLLVEP 418 

CGC CAC GAC ATG CTC TTG GTG GAG COG 1254 

FVKRIFYFN 438 

TTC GTC AAG CGC ATC TTC TAC TTC AAC 1314 

TMAAY YRPV 458 

ACC ATG GCT GCC TAC TAC AGG CCC GTG 1374 

GDYFRVTGE 478 

GGA GAC TAT TTC CGA GTT ACT GGA GAG 1434 

FRG-XQYFLQ 498 

TTC CGA GGG ATT CAG TAT TTC CTG CAG 1494 



FIGURE 1 J&M&fy0 



RRPSMKTLFVD 
AGG CGG CCG TCG ATG AAG ACC CTG TTT GTG GAC 

QSLFMLATVVL 
CAG TCA CTG TTC ATG CTG GCC ACC GTG GTG CTG 

ASMVFSLALGW 
GOT TCC ATG GTA TTC TCC CTG GCC TTG GGC TGG 

FQQMG IYAVMI 
TTC CAG CAG ATG GGC ATC TAT GCC GTC ATG ATA 

RFMFVYIVFLF 
CGT TTC ATG TTT GTC TAC ATC GTC TTC TTG TTC 

IEDGKNDSLPS 
ATT GAA GAC GGG AAG AAT GAC TCC CTG CCG TCT 

PACRPPDSSYN 
CCT GCC TGC AGG CCC CCC GAT AGC TCC TAC AAC 

FKFTIGMGDLE 
TTC AAG TTC ACC ATC GGC ATG GGC GAC CTG GAG 

VFI ILLLAYVI 
GTC TTC ATC ATC CTG CTG CTG GCC TAT GTA ATT 

IjIALMGETVN K 
CTC ATC GCC CTC ATG GGT GAG ACT GTC AAC AAG 

KtiQR AITILDT 
AAG CTG CAG AGA GCC ATC ACC ATC CTG GAC ACG 

KAFRSGKLLQV 
AAG GCC TTC CGC TCA GGC AAG CTG CTG CAG GTG 

YRWCFRVDEVN 
TAC CGG TGG TGC TTC AGG GTG GAC GAG GTG AAC 

IINEDPGNC EG 
ATC ATC AAC GAA GAC CCG GGC AAC TGT GAG GGC 

RSSRVSGRHWK 

CG<3 *ZGTi, AGC hQI^ GTT TCA. GGC AGA C^C TOO AAG 

EASARDRQ S A Q 
GAG GCA AGT GCT CGA GAT AGG CAG TCT GCT CAG 

SGSLKPEDAEV 
TCA GGG TCT CTG AAG CCA GAG GAC GCT GAG GTC 

K * 

AAG TGA 



S Y S E M L F,_.-F L 518 

AGC TAC AGT GAG ATG CTT TTC TTT CTG 1554 

YFSHLKEYV 538 

TAC TTC AGC CAC CTC AAG GAG TAT GTG 1614 

TNMLYYTRG 558 

ACC AAC ATG CTC TAC TAC ACC CGC GGT 1674 

EKMILRDLC 578 

GAG AAG ATG ATC CTG AGA GAC CTG TGC 1734 

G FSTAVVTLi 598 

GGG TTT TCC ACA GCG GTG GTG ACG CTG 17 94 

ESTSHRWRG 618 

GAG TCC ACG TCG CAC AGG TGG CGG GGG 18 54 

S LYSTCLEL 638 

AGC CTG TAC TCC ACC TGC CTG GAG CTG 1914 

FTENY-DFKA 658 

TTC ACT GAG AAC TAT GAC TTC AAG GCT 1974 

Ii TY I IiLLNM 678 

CTC ACC TAC ATC CTC CTG CTC AAC ATG 2034 

IAQESKNIW 698 

ATC GCA CAG GAG AGC AAG AAC ATC TGG 2094 

EKSFLKCMR 718 

GAG AAG AGC TTC CTT AAG TGC ATG AGG 2154 

GYTPDGKDD 738 

GGG TAC ACA CCT GAT GGC AAG GAC GAC 2214 

WTTWNTNVG 758 

TGG ACC ACC TGG AAC ACC AAC GTG GGC 2274 

VKRTLSFSL 778 

GTC AAG CGC ACC CTG AGC TTC TCC CTG 2334 

NFALVPLLR 798 

AAC TTT CCC CTC GTC CCC CTT TT.* AC? A 23 9£. 

PEE VYLRQF 818 

CCC GAG GAA GTT TAT CTG CGA CAG TTT 2454 

FKSPAASGE 838 

TTC AAG AGT CCT GCC GCT TCC GGG GAG 2514 

840 

2520 



FIGURE 1 icontkirC^ 



GGACGTCACGCAGACAGCACTGTCAACACTGGGCCT 
TGCTCTGTCAGCAGCCTCGCCTGGTCTGTC 
TCTTGKSAAGCATGGGGAGTGATGTACATCCAACCGTC^ 
CTCACTTTACTAAAAAAAAAAAAAAAAGGGCGGCCGCTTA 



FIGURE 1 lpo&eiXrT> 



humanVRl gene with translation of open reading frame 



Input file Fchrb87a6 . eeq; Output File Fchrb87a6 . tra 
Sequence length 3 909 

GTC1AGCGCAACX5CACIXKXXMCA 

CGCACTGCGGGCA£5TGAGCGCAACGCAC^ 

GCAGTGAGCGCAACGCACTTCCGGGCAGTGAGCGCAACG<^ 

GCAACGCACTGCGGGCAGTGAGCGCAAOSCACT^^ 

GCXXX5CAGTGAGCX3C^CGCACTGCGGGCAG 

AGCGC^CGCACTGCGGGCAGTGAGCGCAACGCACrrTAATC 

TTTATGCTTCCGGCTCGTATGTTGTGTGGAATTC 

ACGCCAAGCTTCTAATACXaACTCACTATAGGGAAAGCTGGTACGCCTG 
ACGCGTCCGAAAACACACCTX^TCTGC^ 

GTt3CTCTGGGGAGAATTCGTAGATC7lTCCTCAGAAAAGCCTTGCCCTGGTGTT 

CCMAAAAGCTGTCCACAGTAGTCCCCCC^ 

GGTCTGCCAATATTAAATGGAAAATTCTrTGAAACA 

ABM3TX?TCTGCCGTGCCIrt 

ASTCACTTAGTCGTCAGATCGCCCXSTCCT 

MKKHSS TDLGTAADPIjQK 18 
GCAAGG ATG AAG AAA TGG AGC AGC ACA GAC TTG GGG ACA GCT GCG GAC CCA CTC CAA AAG 54 

DTCPDPIiDG DPNS RPPPAKP 38 
GAC ACC TGC CCA GAC CCC CTG GAT GGA GAC CCT AAC TCC AGG CCA CCT CCA GCC AAG CCC 1X4 

QliPTAKSRTRIiFGKGDSEEA 58 
CAG CTC CCC ACQ GCC AAG AGC OGC ACC CGG CTC TTT GGG AAG GOT GAC TOG GAG GAG GCT 174 

FPVDCPH EEGEIiDSCPTITV 78 

vx-o <xv e/c c.V/. tK-,c c:C''.; nsc gpjz gaa ggt g^g tts g\c ■;■ -iv-c ccc acc atc aca gtc 

SPVITIQRPGDGP TGARLIjS 98 
AGC OCT GTT ATC ACC ATC CAG AGG OCA GGA GAC GGC CCC ACC GGT GCC AGG CTG CTG TCC 294 

Q D 6 V A A S T E K T Zj R I- Y D R R S I 
CAG GAC TCT GTC GCC GCC AGC ACC GAG AAG ACC CTC AGG CTC TAT GAT CGC AGG AGT ATC 354 

FEAVAQNNCQDLBS LLLFLQ 138 
TTT GAA GCC GTT GCT CAG AAT AAC TGC CAG GAT CTG GAG AGC CTG CTG CTC TTC CTG CAG 4X4 



FIGURE 1 



KSKKHLTDNEFKDPETGK'-TC 
AAG AGO AAG AAG CAC CTC ACA GAC AAC GAG TTC AAA GAC CCT GAG ACA GGG AAG ACC TGT 



LLKAML NLHDGQNTTIPLLL 
CTG CTG AAA GCC ATG CTC AAC CTG CAC GAC GGA CAG AAC ACC ACC ATC CCC CTG CTC CTG 



E IARQTDS LKELVNASYTDS 
GAG ATC GCG CGG CAA ACG GAC AGC CTG AAG GAG CTT GTC AAC GCC AGC TAC ACG GAC AGC 



YYKGQTALHIAIERRNMALV 
TAC TAC AAG GGC CAG ACA GCA CTG CAC ATC GCC ATC GAG AGA CGC AAC ATG GCC CTG GTG 

TLLVENGADVQAAAHGDFFK 
ACC CTC CTG GTG GAG AAC GGA GCA GAC GTC CAG GCT GCG GCC CAT GGG GAC TTC TTT AAG 

KTKGRPGFYFGELPLSLAAC 
AAA ACC AAA GGG CGG CCT GGA TTC TAC TTC GGT GAA CTG CCC CTG TCC CTG GCC GCG TGC 

TNQLGIVKFLLQNSWQ T A D I 
ACC AAC CAG CTG GGC ATC GTG AAG TTC CTG CTG CAG AAC TCC TGG CAG _ACG GCC GAC ATC 

SARDSVGNTVLHALVEVADN 
AGC GCC AGG GAC TCG GTG GGC AAC ACG GTG CTG CAC GCC CTG GTG GAG GTG GCC GAC AAC 

TADNTKFVTSMYNE I LM LGA 
ACG GCC GAC AAC ACG AAG TTT GTG ACG AGC ATG TAC AAT GAG ATT CTG ATG CTG GGG GCC 

KLHPTLKL E ELTN -KKGMTPIj 
AAA CTG CAC CCG ACG CTG AAG CTG GAG GAG CTC ACC AAC AAG AAG GGA ATG ACG CCG CTG 

ALAAGTGK I GVLAY I LQRE I 
GCT CTG GCA GCT GGG ACC GGG AAG ATC GGG GTC TTG GCC TAT ATT CTC CAG CGG GAG ATC 

QEPECRHLSRKFT EWAYGPV 
CAG GAG CCC GAG TGC AGG CAC CTG TCC AGG AAG TTC ACC GAG TGG GCC TAC GGG CCC GTG 

US S L Y D L S C IDTCEKNSVLE 
CAC TCC TCG CTG TAC GAC CTG TCC TGC ATC GAC ACC TGC GAG AAG AAC TCG GTG CTG GAG 

VIAYSSSETPNRHDMI.I1VFP 
GTG ATC GCC TAC AGC AGC AGC GAG ACC OCT AAT CGC CAC GAC ATG CTC TTG GTG GAG CCG 

JuHkX*Z*QS>KWDRrVKRIFYF H 
CTG AAC CGA CTC CTG CAG GAC AAG TGG GAC AGA TTC GTC AAG CGC ATC TTC TAC TTC AAC 

FXiVYCXiYMX IFTMAAY YRPV 
TTC CTG GTC- TAC TGC CTG TAC ATG ATC ATC TTC ACC ATG GCT GCC TAC TAC AGG CCC GTG 

D G L P P F K M E K X GDY F RVTG E 
GAT GGC TTG CCT CCC TTT AAG ATG GAA AAA ATT GGA GAC TAT TTC CGA OTT ACT GGA GAG 

IliSV- LGGVYFFFRGIQYFLQ 
ATC CTG TCT GTG TTA GGA GGA GTC TAC TTC TTT TTC CGA GGG ATT CAG TAT TTC CTG CAG 
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FIGURE 1 b 



RRPSMKTLFVD 
AGO CGG CCG TCG ATG AAG ACC CTG TTT GTG GAC 

Q S LFMLATVVL 
CAG TCA CTG TTC ATG CTG GCC ACC GTG GTG CTG 

ASMVFSLALGW 
GOT TCC ATG GTA TTC TCC CTG GCC TTG GGC TGG 

FQQMG IYAVMI 
TTC CAG CAG ATG GGC ATC TAT GCC GTC ATG ATA 

RFMFVYI VFLF 
CGT TTC ATG TTT GTC TAC ATC GTC TTC TTG TTC 

IEDGKNDS LPS 
ATT GAA GAC GGG AAG AAT GAC TCC CTG CCG TCT 

PACRPPDSSYN 
CCT GCC TGC AGG CCC CCC GAT AGC TCC TAC AAC 

FKFTIGMGDLE 
TTC AAG TTC ACC ATC GGC ATG GGC GAC CTG GAG 

VFIILLLAYVI 
GTC TTC ATC ATC CTG CTG CTG GCC TAT GTA ATT 

Li I A L M G E TVNK 
CTC ATC GCC CTC ATG GGT GAG ACT GTC AAC AAG 

KliQR AITILDT 
AAG CTG CAG AGA GCC ATC ACC ATC CTG GAC ACG 

KAFRSGKLIiQV 
AAG GCC TTC CGC TCA GGC AAG CTG CTG CAG GTG 

YRWCFRVDEVN 
TAC CGG TGG TGC TTC AGG GTG GAC GAG GTG AAC 

Z INEDPGNC EG 
ATC ATC AAC GAA GAC COG GGC AAC TOT GAG GGC 

RSSRVSGRHWK 

cog re/.. ;-.c;; c:r v:cv-. goc aga. ci.c tgg aag 

EA6ARDRQSAQ 
GAG GCA AGT OCT CGA GAT AGG CAG TCT OCT CAG 

>» 

SGSLKPEDABV 
TCA GGG TCT CTG AAG CCA GAG GAC GCT GAG GTC 

K * 

AAG TGA 



S Y S E M L F,^.F L 518 

AGC TAC AGT GAG ATG CTT TTC TTT CTG 1554 

YFSHLKEYV 538 

TAC TTC AGC CAC CTC AAG GAG TAT GTG 1614 

TNMLYYTRG 558 

ACC AAC ATG CTC TAC TAC ACC CGC GGT 1674 

EKMI LRDLC 578 

GAG AAG ATG ATC CTG AGA GAC CTG TGC 1734 

GFSTAVVTL 598 

GGG TTT TCC ACA GCG GTG GTG ACG CTG 1794 

ESTSHRWRG 618 

GAG TCC ACG TCG CAC AGG TGG CGG GGG 1854 

SLYSTCLEL 638 

AGC CTG TAC TCC ACC TGC CTG GAG CTG 1914 

FTENY-DFKA 658 

TTC ACT GAG AAC TAT GAC TTC AAG GCT 1974 

L TY I L L L N M 678 

CTC ACC TAC ATC CTC CTG CTC AAC ATG 2034 

1AQESKNIW 698 

ATC GCA CAG GAG AGC AAG AAC ATC TGG 2094 

EKS FLKCMR 718 

GAG AAG AGC TTC CTT AAG TGC ATG AGG 2154 

GYTPDGKDD 738 

GGG TAC ACA CCT GAT GGC AAG GAC GAC 2214 

WTTWNTNVG 758 

TGG ACC ACC TGG AAC ACC AAC GTG GGC 2274 

VKRTIiSFSIi 778 

GTC AAG CGC ACC CTG AGC TTC TCC CTG 2334 

NFALVPIiIiR 798 

j, p TT^ CC^ C rr "~ CCC CTT TT.^_ 7. (7. \ T ? T v 

PEEVYIjRQF 818 

CCC GAG GAA GTT TAT CTG CGA CAG TTT 2454 

FKSPAASGE 838 

TTC AAG AGT CCT GCC GCT TCC GGG GAG 25X4 

840 

2520 



FIGURE 1c 



GGACGTCACGCAGAGAGCACTGTCAACACTGGGCCTTAGGAGACCCC^ 
TGCTCTGTCAGCAGCCriX3G<XriXM 

TCTTGGAAGCATGGGGAGTGATGTACATCCAACCGTC^ 
CTI^CTTTACTAAAAAAAAAAAAAAAAGGGCGGCCGCTTA 



FIGURE 1d 



